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Subsystems and in The SEED
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Subsystems to Reaction Networks

The reactions that are associated with an organism are

combined to form a network based on the subsystems



~200 Subsystems Currently Under Development
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FB Model of Staphylococcus aureus

• Scott Becker and Bernard Palsson @ UCSD

• iSB619

– 619 genes

– 537 proteins

– 640 metabolic reactions

– 581 reactions linked to genes

– 571 metabolites

–   84 exchange fluxes
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